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health population (children and adults) showed very low
titles to Inﬂuenza A (H1N1). Three viruses inﬂuenza B were
characterized by direct sequencing of haemagglutinin (HA1).
Preliminary phylogenetic analysis indicated that the totality
of the B viruses belonged to the B/Victoria/2/87-lineage.
Conclusion: With the implementation of new advanced
techniques in the NCI of Cuba, we will be able to undertake
an effective monitoring of the circulation of inﬂuenza virus
in our country and will keep the national health authori-
ties alert and the WHO about the strains circulating in the
country.
doi:10.1016/j.ijid.2008.05.263
16.054
Unusual Outbreak by Inﬂuenza C, Cuba, 2006
A. Pin˜o´n ∗, B. Acosta, O. Valdes, C. Savon, A. Goyenechea,
G. Gonzalez, G. Gonzalez-Baez
Tropical Medicine Institute Pedro Kouri, Havana city, Cuba
Background: Acute respiratory tract infections are the
most common reason for consulting with general practition-
ers in all age groups. These infections can be caused by
several pathogens, and the clinical presentation of patients
with different viral infections can be very similar, making
diagnosis difﬁcult. Inﬂuenza is not an eradicable disease;
prevention and control are the only realistic goals. Surveil-
lance can help in planning and evaluating disease prevention
and control programs, and can improve capacity to control
annual epidemics as well as the next inﬂuenza pandemic. In
Cuba, particularly, inﬂuenza virus infection and its compli-
cations constitutes the fourth cause of death within all the
causes of mortality and the ﬁrst cause of mortality between
the infectious diseases.
Method: At the end of September/2006 an alert of acute
respiratory infection (ARI) increase was reported by health
authorities in one internal school, located in the periph-
eral municipality of Havana city. Nasopharyngeal swabs
were taken in viral transport media and delivered to the
National Reference Respiratory Viruses Laboratory. A Mul-
tiplex nested RT-PCR was employed. This multiplex is able
to detect RSVA, RSVB, Adenovirus and Inﬂuenza A, Inﬂuenza
B and Inﬂuenza C viruses and was previously described by
Coiras et. al in 2003.
Results: 51% of patients clinically diagnosed as inﬂuenza-
like illness in this outbreak, Inﬂuenza C virus was detected.
Viral dual infections were detected in two cases. In no case
was the illness of greater severity.
Conclusion: Surveillance is an important component of
inﬂuenza control. With the implementation of molecular
tools at National Inﬂuenza Centre and the National ref-
erence laboratory of respiratory viruses, undertaken an
effective monitoring the circulation of respiratory viruses
in our country.
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Background: Measles is targeted for elimination in South
Africa. The predictive values of detection of measles speciﬁc
IgM antibodies using serum Enzyme-linked Immunosorbent
Assays (EIA) decreases with decreasing incidence. A more
sensitive and speciﬁc reverse transcriptase polymerase
chain reaction (RT-PCR) test was introduced as a conﬁrma-
tory test on urine specimens from measles IgM positive and
equivocal cases in South Africa in 2007. We aimed to eval-
uate the clinical presentation and specimen submission of
cases testing measles IgM positive and equivocal from Jan-
uary to December 2007.
Methods: Data on cases with specimens submitted for
measles diagnosis nationally were reviewed and additional
data were obtained from patient records where available.
Results: There were 3230 suspected measles cases of
which 31 were measles IgM positive and 47 were IgM equivo-
cal. Urine specimens were received for 14 (45%) IgM positive
and 23 (49%) IgM equivocal cases. Only 5 IgM positive and
2 IgM equivocal cases tested PCR positive on urine. 86%
(31/36) of IgM positive and equivocal cases with avail-
able data had specimens collected within 5 days of rash
onset.
The median age of cases was 5 years (interquartile range
1—9 years). Vaccination history was available in 21 (67.74%)
IgM positive and 7 (14.89%) equivocal cases. Of 15 cases
with recorded vaccination date, 4 developed rash within six
weeks of vaccination. The suspected measles case deﬁni-
tion was met in only 7/23 (30%) IgM positive and 4/19 (21%)
IgM equivocal cases with records on clinical presentation.
No measles-associated death was reported
Conclusion: Few cases had available data for case classi-
ﬁcation according to case deﬁnition and vaccination history.
Less then half of all cases had a urine specimen submitted
and of these a minority were conﬁrmed by RT-PCR. Although
the IgM EIA is the recommended test for measles diagnosis,
laboratory challenges remain to identify true cases.
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Background: The status of dengue genotypes involved in
the epidemic out breaks in Pakistan is not well deﬁned.
